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<213> 

<220> 
■<223> 



1 

14 
PRT 

Artificial Sequence 



Description of Artificial Sequence : generic 
conotoxin peptide sequence 



<r220> 

<221> PEPTIDE 
<222> (1) . . (2) 

<223> Xaa at residue 1 is des-Xaa, Asn, Gin or pyro-Glu; 

Xaa at residue 2 is des-Xaa, Gly, Ala, Glu, gamina- 
carboxy-Glu, Asp, Asn, Ser, Thr, g-Asn {where g is 
glycosylation) , g-Ser or g-Thr; 

<220> 

<221> PEPTIDE 
<222> (3) . . (7 ) 

<223> Xaa at residue 3 is Val, Ala, Gly, Leu, lie, Ser, 
Thr, g-Asn, g-Ser or g-Thr; Xaa at residue 7 is 
Phe, Tyr, meta-Tyr, ortho-Tyr, nor-Tyr, 
mono-halo-Tyr, di-halo-Tyr, 0-sulpho-Tyr , 
0-phospho-Tyr , 

<220> 

<221> PEPTIDE 
<222> (7) 

<223> nitro-Tyr, Trp (D or L) , neo-Trp, halo-Trp (D or 
L) , any synthetic aromatic amino acid, an 
aliphatic amino acid bearing linear or branched 
saturated hydrocarbon chains such as Leu (D or L) , 
lie and 
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<220> 

<221> PEPTIDE 
<222> (7) . . (8) 

<223> Val or non-natural derivatives of the aliphatic 
amino acid; Xaa at residue 8 is Lys, Arg, 
' homolysine, homoarginine, ornithine, nor-Lys, His, 
N-methyl-Lys, N, N * -dimethyl-Lys , 
N,N»,N' • -trimethyl-Lys, 

<220> 

<221> PEPTIDE 
<222> (8) . . (9) 

<223> any synthetic basic amino acid, Ser, Thr, g-Ser, 
g-Thr or any hydroxylated synthetic residue; Xaa 
at residue 9 is an aliphatic amino acids bearing 
linear or branched saturated hydrocarbon chains 
such 



<220> 

<221> PEPTIDE 
<222> (9) 

<223> as Leu (D or L) , lie and Val or non-natural 

derivatives of the aliphatic amino acid, Met, Phe, 
Tyr, meta-Tyr, ortho-Tyr, nor-Tyr, mono-halo-Tyr , 
di-halo-Tyr, 0-sulpho-Tyr , O-phospho-Tyr , 
nitro-Tyr , 

<220> 

<221> PEPTIDE 
<222> (9) . . (11) 

<223> Trp (D or L) , neo-Trp, halo-Trp (D or L) or any 
synthetic aromatic amino acid; Xaa at residue 11 
is His, Ser, Thr, g-Ser, g-Thr, an aliphatic amino 
acid bearing linear or branched saturated 

<220> 

<221> NP_BIND 
<222> (11) 

<?223> hydrocarbon chains such as Leu (D or L) , lie and 
Val, non-natural derivatives of the aliphatic 
amino acid, Phe, Tyr, meta-Tyr, ortho-Tyr, 
nor-Tyr, mono-halo-Tyr, di-halo-Tyr, 0-sulpho-Tyr, 

<220> 

<221> PEPTIDE 
<222> (11) . , (14 ) 

<223> O-phospho-Tyr, nitro-Tyr, Trp (D or L) , neo-Trp, 
halo-Trp (D or L) or a synthetic aromatic amino 
acid; Xaa at residue 12 is Pro, hydroxy- Pro (Hyp) 
or g-Hyp; Xaa at residue 14 is des-Xaa, Gly, Ala, 



<220> 

<221> PEPTIDE 
<222> (14) 

<223> Lys, Arg, homolysine, homoarginine, ornithine, 
nor-Lys, His, N-methyl-Lys, N, N ' -dimethyl-Lys , 
N, N N -trimethyl-Lys or any synthetic basic 
amino acid. 



<400> 1 

Xaa Xaa Xaa Cys Cys Gly Xaa Xaa Xaa Cys Xaa Xaa Cys Xaa 
15 10 
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<210> 2 
<211> 13 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> PEPTIDE 
<222> (7) . . (8) 

<223> Xaa at residue 7 is Tyr, mono-halo-Tyr , 

di-halo-Tyr , 0-sulpho~Tyr , 0-Phospho-Tyr or 
nitro-Tyr; Xaa at residue 8 is Lys , N-methyl-Lys , 
N, N-dimethyl-Lys or N, N, N-t rimethyl Lys 

<220> 

<221> PEPTIDE 
<222> (12) 

<223> Xaa at residue 12 is Pro or hydroxy-Pro. 
<400> 2 

Asn Gly Val Cys Cys Gly Xaa Xaa Leu Cys His Xaa Cys 
15 10 



<210> 3 
<211> 12 
<212> PRT 

<213> Conus marmoreus 
<220> 

<221> PEPTIDE 
<222> (6) . . (7) 

<223> Xaa at residue 6 is Tyr, mono-halo-Tyr, 

di-halo-Tyr, 0-sulpho-Tyr , 0-Phospho-Tyr or 
nitro-Tyr; Xaa at residue 7 is Lys, N-methyl-Lys, 
N, N-dimethyl-Lys or N, N, N-trimethyl Lys 

<220> 

<221> PEPTIDE 
<'222> (11) 

<223> Xaa at residue 11 is Pro or hydroxy-Pro 
<400> 3 

Gly Val Cys Cys Gly Xaa Xaa Leu Cys His Xaa Cys 
15 10 



<210> 4 
<211> 12 
<212> PRT 
<213> Unknown 

<220> 

<223> Description of Unknown Organism : unknown Conus 
species 

<220> 

<221> PEPTIDE 
<222> (6) . . (7) 

<223> Xaa at residue 6 is Tyr, mono-halo-Tyr, 

di-halo-Tyr, O-sulpho-Tyr , O-Phospho-Tyr or 
nitro-Tyr; Xaa at residue 8 is Lys, N-methyl-Lys, 
N, N-dimethyl-Lys or N, N, N-trimethyl Lys. 
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<220> 

<221> PEPTIDE 
<222> (11) 

<223> Xaa at residue 11 is Pro or hydroxy-Pro 
<400> 4 

Gly Val Cys Cys Gly Xaa Xaa Leu Cys His Xaa Cys 
15 10 



<210> 5 
<211> 11 
<212> PRT 

<213> Conus bandanus 
<220> 

<221> PEPTIDE 
<222> (5) . . (6) 

<223> Xaa at residue 5 is Tyr, mono-halo-Tyr , 

di-halo-Tyr, 0-sulpho-Tyr , O-phospho-Tyr , 
nitro-Tyr; Xaa at residue 6 is Lys, N-methy-Lys , 
N, N-dimethyl-Lys or N, N, N-trimethyl-Lys ; 

<220> 

<221> PEPTIDE 
<222> (10) 

<223> Xaa at residue 10 is Pro or hydroxy-Pro (Hyp) 
<400> 5 

Ala Cys Cys Gly Xaa Xaa Lys Cys Ser Xaa Cys 
15 10 



<210> 6 
<211> 13 
<212> PRT 

<213> Conus textile 
<220> 

<221> PEPTIDE 
<222> (1) . . (11) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at 

residue 6 is Tyr, mono-halo-Tyr, di-halo-Tyr, 
0-sulpho-Tyr, 0-phospho-Tyr , nitro-Tyr; Xaa at 
residue 11 is Pro or hydroxy-Pro (Hyp) 

<400> 6 

Xaa Thr Cys Cys Gly Xaa Arg Met Cys Val Xaa Cys Gly 
15 10 



<210> 7 
<211> 13 
<212> PRT 

<213> Conus pennaceus 
<220> 

<221> PEPTIDE- 
<222> (7) , . (11) 

<223> Xaa at residue 7 is Lys, N-methy-Lys, 

N, N-dimethyl-Lys or N, N, N-trimethyl-Lys ; Xaa at 
residue 11 is Pro or hydroxy-Pro (Hyp) 

<400> 7 
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Ser Thr Cys Cys Gly Phe Xaa Met Cys lie Xaa Cys Arg 
15 10 



<210> 8 
<211> 25 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> modif ied_base 
<222> (14) 
<223> i 

<400> 8 

caggatccaa yggngtbtgy tgygg 25 



<210> 9 
<211> 28 
<212> DNA 

<213> Conus marmoreus 
<220> 

<221> modif ied__base 
<222> (26) 
<223> i 

<400> 9 

ctggatccgg rtgrcavary ttrtancc 28 



<210> 10 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : universal 
primer 

<400> 10 

aagctcgagt aacaacgcag agt 23 



<210> 11 
<211> 805 
<212> DNA 

<213> Conus marmoreus 

<220> 

<221> CDS 

<222> (82) . . (264 ) 

<400> 11 

ggcgaataca cctggcaggt actcaacgaa cttcaggaca cattcttttc acctggacac 60 

tggaaactga caacaggcag a atg cgc tgt etc cca gtc ttg ate att ctt 111 

Met Arg Cys Leu Pro Val Leu lie lie Leu 
15 10 



ctg ctg ctg act gca tct gca cct ggc gtt gtt gtc eta ccg aag acc 159 
Leu Leu Leu Thr Ala Ser Ala Pro Gly Val Val Val Leu Pro Lys Thr 
15 20 25 



6 

gaa gat gat gtg ccc atg tea tct gtc tac ggt aat gga aag agt ate 207 
Glu Asp Asp Val Pro Met Ser Ser Val Tyr Gly Asn Gly Lys Ser lie 
30 35 40 

eta cga gga att ctg agg aae ggt gtt tgc tgt ggc tat aag ttg tgc 255 
Leu Arg Gly lie Leu Arg Asn Gly Val Cys Cys Gly Tyr Lys Leu Cys 
45 50 55 



cat eca tgt taaecagcat gaagggaaat gactttggat gagaceectg 304 
His Pro Cys 
60 



egaaetgtec 


ctggatgtga 


aatttggaaa gcagaetgtt 


ectttegcae 


gtattcgtgg 


364 


clcll_LL.t— yddL- 




^ a a ^ *T i* f"* r"" ^5 r"" "i~ "i" o a o /~T 

dd^d^yoLy^ L-d o L_ L_ y od y y 


01_dL^l_dL.0t_L-. 


LCL.gUCei_UTI. 


AO A 


catctgtgga 


aatggatgat 


ctaacaaetg aaatatcaga 


aatttttcaa 


tggetataca 


484 


-f" /~x ^ ^ 4- 

CT-BLgaCCaU 


gtagtcagta 


attatateat ttggaccttt 


LyoddLdCUI- 


L. L c a a r. a Ti. gxi 


^ A A 


aaagtttttg 


caecctggaa 


aggtettttg gagttaaata 


ttttagtatg 


ttatgttttg 


604 


catacaagtt 


atagaatgct 


gtetttcttt ttgttceeac 


atcaatggtg 


ggggcagaaa 


664 


tta L Liigt: L L 


tggtcaatgt 


aattatgace tgeatttagt 


gctatagtga 


Ltgcattttc 




agcgtggaat 


gtttaatctg 


caaacagaaa gtggttgate 


gactaataaa 


gatttgeatg 


784 


gcacaaaaaa 


aaaaaaaaaa 


a 






805 


<210> 12 
<211> 61 

^ ^ ± jl. ^ irr\l 

<213> Conus 


marmoreus 










<400> 12 
Met Arg Cys 
- 1 


Leu Pro Val Leu lie lie Leu Leu 
5 10 


Leu Leu Thr 


Ala Ser 
15 




Ala Pro Gly 


Val Val Val Leu Pro Lys Thr Glu 
20 25 


Asp Asp Val 
30 


Pro Met 




Ser Ser Val 

35 


Tyr Gly Asn Gly Lys Ser lie Leu 
40 


Arg Gly lie 
45 


Leu Arg 




Asn Gly Val 
50 


Cys Cys Gly Tyr Lys Leu Cys His 
55 


Pro Cys 
60 






<210> 13 
<211> 202 
<212> DNA 
<213> Conus 


bandanus 










<220> 
<221> CDS 
<222> (1) . . 


(183) 










<400> 13 
atg egc tgt 
Met Arg Cys 
1 


etc eca gtc ttg ate att ett ctg 
Leu Pro Val Leu lie lie Leu Leu 
5 10 


ctg ctg act 
Leu Leu Thr 


gea tet 
Ala Ser 
15 


48 
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gca cct ggc gtt gat gtc eta ccg aag acc gaa gat gat gtg ccc ctg 96 
Ala Pro Gly Val Asp Val Leu Pro Lys Thr Glu Asp Asp Val Pro Leu 
20 25 30 

tea tct gtc tac gat aat aca aag agt ate eta cga gga ett etg gae 144 
Ser Ser Val Tyr Asp Asn Thr Lys Ser lie Leu Arg Gly Leu Leu Asp 
35 40 45 

aaa cgt get tgc tgt gge tae aag ett tgc tea eea tgt taaeeagcat 193 
Lys Arg Ala Cys Cys Gly Tyr Lys Leu Cys Ser Pro Cys 
50 55 60 

gaaggatee 202 

<210> 14 
<211> 61 
<212> PRT 

<213> Conus bandanus 
<400> 14 

Met Arg Cys Leu Pro Val Leu lie lie Leu Leu Leu Leu Thr Ala Ser 
15 10 15 

Ala Pro Gly Val Asp Val Leu Pro Lys Thr Glu Asp Asp Val Pro Leu 
20 25 30 

Ser Ser Val Tyr Asp Asn Thr Lys Ser lie Leu Arg Gly Leu Leu Asp 
35 40 45 

Lys Arg Ala Cys Cys Gly Tyr Lys Leu Cys Ser Pro Cys 
50 55 60 



<210> 


15 




"<211> 


205 




<212> 


DNA 




<213> 


Conus 


textile 


<220> 






<221> 


CDS 




<222> 


(1) . . 


(186) 


<400> 


15 




atg eae tgt 


ete eea 


Met His Cys 


Leu Pro 


1 




5 



10 15 

gga cet age gtt gat gee eaa ctg aag acc aaa gat gat gtg cee etg 96 
Gly Pro Ser Val Asp Ala Gin Leu Lys Thr Lys Asp Asp Val Pro Leu 
20 25 30 

tea tct tte cga gat eat gca aag agt acc eta ega aga ett cag gae 144 
Ser Ser Phe Arg Asp His Ala Lys Ser Thr Leu Arg Arg Leu Gin Asp 
35 40 45 

aaa cag act tgc tgt ggc tat agg atg tgt gtt ect tgt ggt 186 
Lys Gin Thr Cys Cys Gly Tyr Arg Met Cys Val Pro Cys Gly 
50 55 60 

taaeeagcat gaaggatee 205 



<210> 16 
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<211> 62 
<212> PRT 

<213> Conus textile 
<400> 16 

Met His Cys Leu Pro lie Phe Val lie Leu Leu Leu Leu Thr Ala Ser 
15 10 15 

Gly Pro Ser Val Asp Ala Gin Leu Lys Thr Lys Asp Asp Val Pro Leu 
20 25 30 

Ser Ser Phe Arg Asp 'His Ala Lys Ser Thr Leu Arg Arg Leu Gin Asp 
35 40 45 

Lys Gin Thr Cys Cys Gly Tyr Arg Met Cys Val Pro Cys Gly 
50 55 60 



<210> 


17 




<211> 


211 




<212> 


DNA 




<213> 


Conus 


pennaceus 


<220> 






<221> 


CDS 




<222> 


(1) . . 


(189) 


<400> 


17 




atg cgc tgt 


etc cca gtc 


Met Arg Cys 


Leu Pro Val 


1 




5 



10 15 

gca cct age gtt gat gee aaa gtt cat ctg aag acc aaa ggt gat ggg 96 
Ala Pro Ser Val Asp Ala Lys Val His Leu Lys Thr Lys Gly Asp Gly 
20 25 30 

ccc ctg tea tct ttc cga gat aat gca aag agt acc eta caa aga ctt 144 

Pro Leu Ser Ser Phe Arg Asp Asn Ala Lys Ser Thr Leu Gin Arg Leu 

'35 4 0 4 5 

cag gae aaa age act tgc tgt ggc ttt aag atg tgt att eet tgt 189 

Gin Asp Lys Ser Thr Cys Cys Gly Phe Lys Met Cys lie Pro Cys 

50 55 60 

egttaaeeag catgaaggat ce 211 



<210> 18 
<211> 63 
<212> PRT 

<213> Conus pennaceus 
<400> 18 

Met Arg Cys Leu Pro Val Phe Val lie Leu Leu Leu Leu Thr Ala Ser 
' 1 5 10 15 

Ala Pro Ser Val Asp Ala Lys Val His Leu Lys Thr Lys Gly Asp Gly 
20 25 30 

Pro Leu Ser Ser Phe Arg Asp Asn Ala Lys Ser Thr Leu Gin Arg Leu 
35 40 45 



Gin Asp Lys Ser Thr Cys Cys Gly Phe Lys Met Cys lie Pro Cys 
50 55 60 



<210> 19 
<211> 24 
<212> DNA 

<213> Conus marmoreus 
<400> 19 

ggaattcgga agctgactac aagc 



<210> 20 
<211> 22 
<212> DNA 

<213> Conus marmoreus 



<400> 20 

ctggatcctt catgctggtt aa 



